The bovine gastrointestinal tract is a natural reservoir for commensal and pathogenic Escherichia coli strains with the ability to cause mastitis. Here, we report the whole-genome sequences of six E. coli isolates from acute mastitis cases and six E. coli isolates from the feces of udder-healthy cows.
lthough bovine intramammary infections with Escherichia coli mostly lead to an acute onset of mastitis, they can also result in a persistent infection of the udder with alternating subclinical or clinical periods (1) . Additionally, no common virulence factor subset of mastitis-causing E. coli strains has been identified in previous studies (2) .
To investigate the genomic potential of E. coli isolated from bovine mastitis, several draft genomes (3) (4) (5) , as well as two complete genomes (6), have been published thus far. However, only two recent genomic E. coli mastitis studies included one commensal bovine isolate (7, 8) . Because cows are a natural reservoir not only for pathogenic but also for commensal E. coli of high phylogenetic and genotypic diversity (2), we present here the draft genomes of six E. coli strains isolated from serous udder exudate of mastitis-afflicted cows and six E. coli strains isolated from the feces of udder-healthy cows (Table 1) .
All genomes were sequenced with an Illumina HiScan SQ sequencer with Nextera XT chemistry (Illumina, San Diego, CA, USA) for library preparation and a 101-bp paired-end sequencing run. Raw reads were quality controlled with FastQC version 0.11.2 (http://www.bioinformatics.bbsrc.ac.uk/projects /fastqc). Low-quality reads and adapter contaminations were trimmed with Cutadapt version 1.6 (9). All reads were randomly subsampled to an approximate 70-fold coverage for each strain with seqtk version 1.0-r32 (https://github.com/lh3/seqtk). Subsequently, the reads were de novo assembled with SPAdes version 3.1.1 (10) . Assembly statistics were evaluated with QUAST version 2.3 (11), resulting in 59 to 290 contigs Ͼ500 bp and genome sizes ranging from 4,765,494 to 5,459,392 bp ( Table 1) .
The strains were classified evenly into phylogroups A or B1, regardless of isolation source, through the assignment of sequence types (ST) with e. coli_mlst version 0.3 (https://github .com/aleimba/bac-genomics-scripts/tree/master/ecoli_mlst) (12) . The most prominent sequence type is ST10, but most of the strains were not closely phylogenetically related.
All genomes were annotated with Prokka version 1.9 (13) with The genome sequences in this study will serve as a useful resource for future comparative studies of E. coli strains associated with bovine mastitis in relationship to commensal strains and for the identification of potential virulence factors.
Nucleotide sequence accession numbers. These wholegenome shotgun projects have been deposited at DDBJ/EMBL/ GenBank under the accession numbers listed in Table 1 . The versions described here are the first versions.
